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The genus Peptoniphilus comprises butyrate-producing, nonsaccharolytic species that use peptone and amino acids as major 
energy sources. The novel Peptoniphilus sp. strain ChDC B134 (=KCOM 1628) was isolated from a human periapical abscess 
lesion. Here, we report the draft genome sequence of the strain. 
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Peptoniphilus species are Gram-positive anaerobic cocci and are 
butyrate-producing, nonsaccharolytic species that use pep- 
tone and amino acids as major energy sources (1-4). The novel 
Peptoniphilus sp. strain ChDC B134 (=KCOM 1628) was isolated 
from a human periapical abscess lesion. In this report, we present 
the draft genome sequence of Peptoniphilus sp. ChDC B134. 

Draft sequencing was performed by Macrogen Co. (Seoul, 
South Korea) using the Illumina HiSeq 2000 system sequencing 
technology. We constructed 101 paired-end sequencing libraries 
with insert sizes of about 200 bp and generated 39,093,740 bp of 
usable sequence. We assembled the reads using SOAPdenovo 
(http://soap.genomics.org.cn). SOAPdenovo version 1.05 was run 
with option K79 and the configuration options of reverse_seq of 0 
(standard mate-pair orientation), asm_flags of 3 (try harder to 
build large contigs), and rank of 1 (reads were used while scaffold- 
ing). The reads were assembled into five contigs with a size range 
of 44,641 to 829,742 bp (total 1,499,854 bp), and the percentage of 
G+C content is 35.5%. Open reading frames were predicted and 
annotated using the Glimmer 3.02 modeling software package (5). 
The predicted protein sequences were annotated in the Gene On- 
tology (GO) database using the Basic Local Alignment Search 
Tool (BLAST). Next, the GO classes were grouped into a total of 
124 GO-Slim terms using the web tool CateGOrizer (6). 

The draft genome sequence contains 1,471 protein-coding 
genes, four copies of 16S rRNA, 47 tRNA genes, and several key 
pathways for amino acids, carbohydrates, lipids, and organic ac- 
ids. Biosynthetic pathways exist for at least 6 amino acids, includ- 
ing asparagine, aspartate, threonine, proline, glutamate, and glu- 
tamine. The draft genome sequence encodes virulence factors, 
such as a vancomycin B-type resistance protein, a multiantimicro- 



bial extrusion protein, a macrolide export ATP-binding/permease 
protein, a multidrug and toxin extrusion family efflux pump, he- 
molysin, programmed cell death toxin (YdcE), a metallo-/3- 
lactamase family protein, a butyrate fermentation-related protein, 
and membrane-associated zinc metalloprotease. The sequence 
contains sporulation-related genes, such as those for sporulation 
protein (SpoIID) and sporulation initiation inhibitor protein 
(Soj). The genome contains oxidative stress response genes, such 
as genes for iron-binding ferritin-like antioxidant protein, super- 
oxide reductase, ferroxidase, rubrerythrin, and glutaredoxin, but 
not for glutathione peroxidase. The sequence also encodes four 
sensor kinases and five response regulators of two-component 
systems. 

Nucleotide sequence accession numbers. This whole-genome 
shotgun project has been deposited at DDBf/EMBL/GenBank un- 
der the accession no. AUQY00000000. The version described in 
this paper is the first version, AUQYO 1000000. 
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